
Ssptl?mber 11, 1963 

Dr. Seymour Benzsr 
Biophysics Laborutory, Physics Building 
Purdue University 
Lafayette, Indiana 

Deer Seymour: 

Sane while ago VHI discussed the computer analysis of overlappIng delation 
data. At first it seemd like a difficult problarn, but Esther had some more 
data an the Gal system and I ncently found 8 new approach thrt s-s to be 
ganerating an caff ictent program, It hasn’t been timed or completely written 
yet, but I would guess it would cant) to about 100 n2 microseconds of 7090 
time to order data on n elements (i.e. about $10 for an array of IOOO) and 
vary probably not IO X higher then this. The program wf 11 operate either d&P 
directly fran the recanbination matrix, or Crcm genotype lists - the latter 
especially when a caaplete n X n rcscon test was not feasible and sand Judg- 
ment is entailed in locus assignments. it wi 11 producu 8 test of 1 inear 
canpatibility of tha dalrstions, flag any ananalies, and if these ore not too 
nwraus, wilt produce an ordered map showing any remeining dugrees of free- 
dom in the assignments. 

I was thinking of going straight to your publish& diagrmrs, but it makes 
more sense to ask you if you hav8 any data sets that you would 1 Ike to throw 
directly into the progrm. Any format on which I could throw an algorithm 
to generatr a racmbtnation matrix would be suitable; probably the best is 
what is most convenient for you, or what would be most ccmpact to kuypunch. 

When are you coming out this way? 

1 have been spending a large part of the past year learning about computers 
and have just begun to see possible payoffs. I would very much like to talk 
to you about this, especially same work Emil Zuckerkandl and i are starting 
on the svoiution of protein sequences. 

Bmst Hi Shea, 

Joshua Laderberg 
Professor of CenWics 
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